. Alignment of amino acid sequences of BphP1-FP, iRFP670 and iRFP682, which are blue-shifted NIR FPs with the PAS-GAF domains of their parental bacterial phytochromes (RpBphP1, RpBphP2 and RpBphP6, respectively) , as well as with selected plant phytochromes (PhyA and PhyB) and cyanobacterial phytochromes (Cph1 and CphA). The proposed chromophore binding Cys residues in the PAS and GAF domains are shown in red. Fig. S2 . Steady-state absorption spectra of (a) iRFP670 and its C10A, C244S and C10A/C244S mutants, and (b) iRFP682 and its C15S, C249S and C15S/C249S mutants. Table S1 . Time constants of transient absorption and fluorescent spectra of BphP1-FP and its cysteine mutants. Populations and H/D kinetic isotope effect (KIE) of each decay are shown in the brackets.
